Abstract
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43
It is explicit that cancer genomes carry somatic mutations. Somatic mutations are generally Table S1 . The chromosome size of whole genome was from human reference genome UCSC hg19 [12] .
85
The size of whole exome and length of exons in each chromosome were calculated from human 86 exome of Ensemble release 75 [13] . The exome data was retrieved from Ensembl's MySQL 87 database using "select R.name, E.seq_region_start, E.seq_region_end, E.stable_id from exon Table S2 . In MELA-AU, numbers of multiple base substitutions range from 10 to more than 1000. According to Figure 4 , the total number of indels in each chromosome varies in cancer projects, 210 but it is noticeable that all projects display similar distribution of indels across chromosomes.
211
In WGS projects (Figure 4a ), there is a significant peak of number of indels in chromosome X.
212
In WXS projects (Figure 4b ), a peak of number of indels present in chromosome X as well. shows the truth already known but also discloses the differences ignored previously. has not been well called and studied. Though it is hard to say which method is better at this 296 moment, more studies are worthy of carrying out to study multiple base substitutions.
298
After excluding ALL-US, the distribution of single base substitutions per Mb of all WGS 299 projects across chromosomes is drawn from the distribution of chromosome lengths (Table S3) .
300
In WXS projects, CDMI-UK, LAML-KR, LUSC-KR, NBL-US, and PAEN-AU don't match 
